Aim To investigate the genetic factors involved in the development of non-alcoholic fatty liver disease (NAFLD) and its sequelae in a Middle Eastern population.
Non-alcoholic fatty liver disease (NAFLD) is the most common liver disease in many parts of the world and an important global health concern (1-4). As a hepatic manifestation of metabolic syndrome, it is closely associated with obesity, insulin resistance, and dyslipidemia (5) . NAFLD prevalence is steadily on the rise due to a global increasing trend in obesity incidence (5, 6) and within the next decade NAFLD is predicted to replace hepatitis C as the leading indication for liver transplantation in the United States (1).
The main causes of mortality among patients with NAFLD are malignancies and cardiovascular diseases (7, 8) . The condition is an independent risk factor for hepatocellular carcinoma (HCC), which was previously thought to require liver cirrhosis as its precursor but has been recently described in patients with simple hepatic steatosis and no sign of inflammation or fibrosis (9, 10) . NAFLD is also closely associated with an increased risk of colorectal cancer (11, 12) , as well as with myocardial remodeling, thus playing an important role in the development of heart failure (13, 14) . The observed association between NAFLD, HCC, colorectal cancer, and heart failure implies that there is a possible underpinning defect in cellular processes that link cell metabolism to cell division and metabolite trafficking.
The underlying risk factors for NAFLD (eg, obesity and diabetes mellitus) are associated with numerous genetic polymorphisms (15) (16) (17) . Genetic factors could also in part explain the extreme variation in the worldwide NAFLD prevalence (6) and considerable inter-individual variability in disease severity, morbidity, and mortality (18) . NAFLD was found to be significantly associated with SNP rs738409 (I148M) in PNPLA3 gene on chromosome 22, encoding an enzyme responsible for the hydrolysis of triacylglycerols in adipocytes; individuals homozygous for this allele had more than twice as much hepatic fat content as non-carriers (19) . Variants in other genes (eg, MBOAT7, TM6SF2, etc) (20) , as well as dysregulated expression of several microRNAs (miRNAs), were also found to contribute to NAFLD pathogenesis (21) . For instance, miR-33a/b modulates the risk of metabolic syndrome by regulating various metabolic pathways (22) .
To the best of our knowledge, no genetic case-control association study has so far been conducted on NAFLD in the Middle Eastern population, despite the fact that the underlying genetic factors of NAFLD and their relative contributions might differ from those in other populations. Therefore, after controlling for traditional risk factors, we investigated the underlying genetic factors involved in the development of NAFLD and its sequelae in an Iranian population.
MAteriALS And MetHodS

Study population
The study included 30 patients with NAFLD (17 female) and 30 healthy controls (17 female) matched for age, sex, and body mass index (BMI), who were randomly selected (with a random number generator) from participants of a cross-sectional population-based study previously conducted in Shiraz (23) . Briefly, the previous study had enrolled 542 adult unrelated participants randomly selected from the general population through a proportional cluster random sampling. They had been interviewed to obtain demographic information and physically examined by a medical doctor. Participants with alcohol consumption, participants serologically positive for hepatitis B or hepatitis C, and those identified through the interview to have hepatic steatosis due to other competing etiologies (eg, drugs, bariatric surgery, etc) had been excluded. NAFLD had been ultrasonographically diagnosed by an experienced radiologist unaware of the patients' clinical information according to a validated protocol (24) .
The current study included only patients with confirmed moderate-to-severe hepatic steatosis. The absence of hepatic steatosis in the control group was also documented by ultrasonography.
This study was conducted in compliance with the Declaration of Helsinki. Written informed consent was obtained from all study participants who had been assured that their data would be kept confidential. ), and those genotyped for less than half of the studied population were excluded from analysis. All samples were screened for known damaging variants in the ATP7B, HFE, and SERPINA1 genes corresponding to Wilson's disease, hemochromatosis, and α 1 -antitrypsin deficiency, respectively. Samples with damaging mutations were excluded from the study.
Statistical analysis
The normality of distribution of continuous variables was tested with the one-sample Kolmogorov-Smirnov test. The variables are presented as mean ± standard deviation. Significance of differences between two groups was tested with the t test for independent samples. The analyses were conducted in IBM SPSS, version 20 (IBM, Armonk, NY, USA).
The association between SNP genotype and NAFLD was assessed with the allelic association test in PLINK, which is a simple χ 2 test for association based on a 2 × 3 case-control genotype counts contingency table (25, 26) . The obtained P values were adjusted with Bonferroni correction for multiple comparisons, with the level of significance set at P < 2.1 × 10
. Manhattan plot was drawn in Haploview (27) . Logistic regression analysis was performed in PLINK using an additive genetic model adjusting for age, sex, and BMI. Genotypes for SNPs with significant P values were recoded as 0, 1, or 2, according to the number of alternative alleles present. Multiple linear regression analysis, performed in SPSS, assessed the effect of the SNP's alternative alleles that were found significant in allelic association test on clinical and biochemical parameters after adjustment for age, sex, and BMI. False discovery rate for each association was calculated with the Benjamini-Hochberg method (28) . SNPs with a false discovery rate <0.05 were included in the enrichment analysis. Information about overlapping or nearest gene corresponding to the associated SNPs was obtained by an SNP annotation tool (29) . Enrichment analysis was carried out with Enrichr on miRTarBase database (30, 31) . Significantly enriched miRNAs were identified from the list of genes corresponding to the SNPs that were found to be significantly different between patients and controls with the Fisher exact test in Enrichr.
reSuLtS
After quality control, 55 individuals -27 patients with NA-FLD and 28 controls -and 23 732 SNPs were included in the association analysis. Patients with NAFLD had significantly higher mean fasting blood glucose and serum ALT (P < 0.05) ( Table 1 ). The groups did not differ in any other parameter.
When Bonferroni correction was applied, NAFLD was significantly associated with rs2303861, located on CD82 gene ( Figure 1 , Table 2 ). After adjusting for age, sex, and BMI, the alternative allele of 'G' was associated with a 9-fold increase in the risk of developing NAFLD compared with the wild type 'A' (odds ratio 9.07, 95% confidence interval 1.92-42.81). When Benjamini-Hochberg method was applied, six more SNPs were found to have false discovery rates of <0.05 ( Table 2 ), meaning that they were also associated with NAFLD development.
Multiple linear regression analysis did not show any significant association between the seven SNP alleles and clinical and biochemical parameters, taking into account the multiple statistical tests performed (Table 3) . Enrichment analysis of the genes corresponding to the seven SNPs found in the association study showed significant enrichment for miR-193b-5p (P = 0.00004, adjusted P = 0.00922).
diSCuSSion
Our study showed a significant association between NAFLD and a variant located in CD82 gene, as well as significant enrichment for miR-193b-5p, meaning that the identified genes had significantly more targets of miR193b-5p than expected.
One of the basic mechanisms leading to NAFLD development and progression is insulin resistance. Therefore, it is not surprising that NAFLD patients in our study had a FiGure 1. the Manhattan plot based on the data obtained from the allelic association test. the x-axis represents the chromosomal location of the studied single nucleotide polymorphisms (SnPs). the y-axis is -log 10 (P value). the solid horizontal line corresponds to the Bonferroni-adjusted significance threshold, a P value of 2.1 × 10
higher fasting blood glucose level and ALT, the liver enzyme most closely associated with NAFLD (32) . Since the cases and controls were matched for BMI, the differences observed between them could mainly be attributed to the processes involved in NAFLD development rather than to obesity.
CD82, or KAI1, expression is decreased or abolished in various malignant tumors (33) . CD82 protein was present in about one-third of colorectal cancer tissues compared with more than half of normal mucosal tissues (34) . In addition, its expression was lower in hepatocellular malignant cells compared with healthy tissue (35) and in HCC patients compared with patients with liver cirrhosis or hepatitis, or control individuals (35) . Taking all this into account, our finding that a variant located in CD82 gene was significantly associated with NAFLD might explain the increased risk of several malignancies in patients with NAFLD. However, further functional studies are required to assess the effect of this variant on CD82 gene expression.
CD82 null mice demonstrated enhanced bone marrow adipogenic potential, evidenced by augmented differentiation into adipocytes and enhanced expression of adipocyte differentiation markers (36) . Our findings suggest that a similar mechanism may also take place in hepatocytes, leading to hepatic steatosis observed in patients with NA-FLD. Furthermore, rs2303861, found in this study to be associated with NAFLD, is in linkage disequilibrium with another variant, rs7942159, located on PNPLA2 gene, which is known to be involved in fat mobilization in adipose tissue (37, 38) . This might explain the effects of rs2303861 polymorphism in CD82 observed in our study.
Expression of miR-193b is directly correlated with the secretion of adiponectin (39), a secretory protein exclusively produced by adipocytes, which increases hepatic insulin sensitivity and is inversely correlated with the presence of NAFLD and body fat content (40, 41) . One study also reported an inverse correlation between miR-193b-5p expression level and BMI, glucose levels, and insulin responses to a 75-g oral glucose tolerance test (42) . miR-193b expression level was significantly lower in liver cancer exosome and whole tissue compared with control tissues (43) . Furthermore, miR-193b down-regulation was associated with metastasis and depth of invasion in patients with liver cancer (43) . Down-regulation of miR-193b was also demonstrated in colorectal cancer tissues (44) and in patients with heart failure (45). In summary, decreased miR-193b expression and the presence of a variant in CD82 gene might result in insulin resistance, dysregulation of adipokines, and an increase in hepatic fat content, which might all cause NAFLD and activate biological pathways leading to HCC, colorectal cancer, and heart failure. Our findings link miRNA expression to higher risk of cancer and heart disease in NAFLD patients, thus opening avenues for the treatment of NAFLD complications using miRNA blockers and miRNA mimics.
The strength of this study is the homogeneity of the studied population, use of next generation sequencing technology instead of array-based techniques, and the focus on the genetic loci associated with human diseases. The random selection of the studied sample from a populationbased study can be considered an additional strength, as the studied individuals may be considered representative of the general population residing in our region.
On the other hand, the small number of participants might have decreased the statistical power of our study to detect a small effect size. Therefore, our findings require further replication studies in larger cohorts from other populations to corroborate their potential significance.
In conclusion, our study provides an insight into a possible association between decreased miR-193b expression and NAFLD development, and subsequent increased incidence of colorectal cancer, HCC, and heart failure. The existence of such association could allow the use of this miR-NA in NAFLD management as a therapeutic target, disease biomarker, or method for treatment response assessment. Further studies, preferably performed in an independent cohort, should validate the associations found in this study, as well as unravel the underlying biological mechanisms involved.
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